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Priority 

U.S. Serial No. 09/170,980 is a divisional application of the parent application, U.S. 
Serial No. 08/790,137. Parent application update status for U.S. Application No. 08/790,137, 
filed January 29, 1997, now U.S. Patent No. 5,840,871 was requested by the Examiner. 
Sequence Listing 

In accordance with the requirements of 37 CRF §1.821- 1.825, Applicants hereby submit 
one (1) diskette containing the computer-readable information for the "Sequence Listing". The 
diskette complies with the requirements of 37 CRF §1.824 and is IBM PC compatible using a 
UNIX operating system with PERL Program. 

Accompanying the response is the paper copy of the Sequence Listing as disclosed in the 
application. 

The content of the "Sequence Listing" paper copy is identical to the computer readable 
copy, as required under 37 CRF § 1.821(f). 

Applicants submit herewith a new Sequence Listing and CRF. In reviewing rejections, 
Applicants were puzzled by the citation of several old references having 100% identity. 
Applicants then discovered that SEQ ID NO:l was inadvertently included as a duplicate of SEQ 
ID NO:3 rather than the amino acid sequence given in Figures 1 A and IB. Applicants regret and 
apologize for the inconvenience cased to the Examiner by this error. 

The amended Sequence Listing and CRF contain the corrected sequence for SEQ ID 
NO:l as is represented in Figures 1A, IB and Figure 2. Support for the amended SEQ ID NO:l 
as represented in Figures 1 A, IB and Figure 2, and as being 253 amino acids in length is found in 
the specification on page 3, lines 1-2, and lines 5-7, and page 11, lines 5-8, respectively and in 
Figures 1 A, IB, and Figure 2. No new matter is added by any of these amendments. 

The rejections are thus moot, as the examination was directed to an incorrect 
representation of the sequence indicated as SEQ ID NO:l. The rejections under 35 U.S.C. § 101 
and 35 U.S.C. § 1 12 first and second paragraphs, and § 102 in particular are moot as the 
polypeptide sequence this rejection was based upon has been amended. Applicants respectfully 
request re-examination of claims as directed to amended SEQ ID NO:l, and again apologize for 
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their error. 

In spite of this amendment, Applicants can respond to the Examiner's rejection based on 
lack of a written description. Written description of common structural and functional attributes 
shared by members of the genus is described in the specification on page 11, lines 10-17. 
Furthermore, the description in functional language of the polypeptide sequence as having 
chymotrypsinogen-like activity defines a common attribute that identifies a member of a genus. 
See also page 11, lines 12- 13. Additional attributes of the genus are described on page 1, lines 
15-23. 

The rejection of claims 1, 19 and 20 under 35 U.S.C. § 1 12, first paragraph, for lack of 
enablement for any polypeptides comprising functional fragments or homology to SEQ ID NO:l, 
now amended, is objected to on the following grounds. Fragment synthesis is described on page 
23, lines 7-13. The resulting proteins, homologs to SEQ ID NO:l, now amended, or fragments 
thereof, can be utilized in the practice of the invention as described on page 19, line 27 through 
page 20, line 15. Descriptions which enable one of ordinary skill in the art to express the 
resulting peptide sequence(s), and assays for activity are described on page 44, lines 6-27. 
Reference is provided to one skilled in the art to practice the invention as used in pharmaceutical 
compositions on page 28, line 27 through page 31, line 10. 

Rejections of claims 1 and 20 based on 35 U.S.C. § 102(b) as being anticipated by Lin et 
al. and Shine et al., are rendered moot in view of the amended SEQ ID NO:l, which has only 
44.1% identity to Lin et al. and 44.5% identity to Shine et al. as illustrated by use of the 
Lasarge ne MegA lign sequence alignment tool (see attached Exhibit A). This low level of 
percent identity indicates that amended SEQ ID NO:l was not patented more than one year prior 
to the date of application for patent in the United States. 

Rejections of claims 1 and 18-20 based on 35 U.S.C. § 102(e) as being anticipated by Au- 
Young et al. or Bandman et al., are rendered moot in view of the amended SEQ ID NO: 1, which 
has only 49.8% and 49.4% identity respectively. Thus, as illustrated by use of the Lasargene 
MegAlign sequence alignment tool (see attached Exhibit B), amended SEQ ID NO:l has not 
been described in a patent granted to another. 

Rejections of claims 1 and 18 under 35 U.S.C. § 102(b) as being anticipated by Evans et 
al., Baker et al., Angermann et al., and Lu et al., are rendered moot in view the amended SEQ ID 
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NO:l, which has only 49.4% identity to each of these sequences. Evans was selected as the 
sequence example, as illustrated by use of the L asargene MegAlign sequence ali gnment tool (see 
a ttached Exhib it B). Therefore amended SEQ ID NO:l was not described in a printed 
publication. Results of the Lasergene analyses are included to assist the Examiner. 



In light of the above amendments and remarks, Applicants respectfully request that the 
Examiner re-examine the claims to ensure that they are free of the prior art, and submit that the 
present application is in condition for allowance. 

If the Examiner contemplates other action, or if a telephone conference would expedite 
allowance of the claims, Applicants invite the Examiner to contact Applicants' Attorney at 
(650)855-0555. 

Applicants believe that no fee is due with this communication. However, if the USPTO 
determines that a fee is due, the Commissioner is hereby authorized to charge Deposit Account 
No. 09-0108. This form is enclosed in duplicate. 



CONCLUSION 



Respectfully submitted, 



INCYTE GENOMICS, INC. 




Reg. No. 33,302 

Direct Dial Telephone: (650) 845-4639 




3160 Porter Drive 
Palo Alto, California 94304 
Phone: (650) 855-0555 
Fax: (650) 849-8886 
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Alignment Report of Untitled, using Clustal method with PAM250 residue weight table. Page 1 

Thursday, June 29, 2000 10:40 AM 

APPIQS R IVGG WECEQ HSQPWQA Majority 

1 1 ^ 1 S ^1- 

10 20 30 40 
• i § i 

B1B3BKIW1W1M!ISWBM3CT^ ^BE sbqihoi 

1 - - - - - — - - - - -^^^^^H^^^^^^^^^^^^^K^^^R^^^^Q lin 

I _ — — - — HMMBHw^MSBWi^MiBw^liB shine 

ALYHFSTFQCGGI LVHRQWVLTAAHC I SDNYQLWLGRHNL Majority 
^— , 1 r~ 

50 60 70 80 



FDDENTAQFVHVSESFPHPGFNMSLLENHTRQADEDYSHD Majority 
90 100 110 120 



64 F D ID W: N T 'A HfV " V S^^^^Sf^^^^jM^H L E N H T R Q ADeHTshH lin 
64 F D dB N T aB F V H V S IBBBBBBBBfl M^H LENHTRQAD EE Y S hB shone 

LMLLRL TEPADTITDAVKVVELPTQEPEVGSTCLASGWGS Majority 
1 1 1 r 

^^^^^ 

IEPENFSFPDDLQCVDLKILP NDECEKAHVQKVTDFMLCV Majority 
1 1 : 1 r- 

170 ^ ^ 180 190 200 

G H L E G G K DTCVGDSGGPLMCDGVLQGVTSWGYVPCGTPNK Majority 
1 1 1 r- 

^^^^^^ 

P S V A V R VLSYVKWI EDTIAENS Majority 
1 1 

250 260 



Decoration 'Decoration #1' : Shade (with solid black) residues that match SEQIIlvDl 
exactly. 



Sequence pair distances of Untitled, using Clustal method with PAM250 residue weight table. 
Thursday, June 29,2000 10:40 AM 
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MWFLVLCLALSLGGTGAAPPIQSRIVGGWECEQHSQPWQA 
MWFLVLCLALSLGGTGAAPPIQSRIVGGWECEQHSQPWQA 
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Decoration 'Decoration #1' : Shade (with solid black) residues that match SBQIDSDl 
exactly. 
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